Supplementary Fig. 1. Heterozygosity rate and missing rate for the 155 individuals. The heterozygosity rate cutoff of 0.12 and the missing genotype rate of 0.35 are shown with dashed lines. Colors represent sampling sites as follows; blue: Hedo, green: Oodo, red: Ikei, blueviolet: Uehara, dark olive green: Ishigaki island (Kabira, Oohama), magenta: Kerama, pink: Manza, brown: Ohdo, gray: Sesoko. Supplementary Fig. 2. Linkage disequilibrium patterns of 11 sampling sites showing that there are no differences in decay patterns. The X axis shows pairwise distances of SNPs and the y axis shows average r 2 in non-overlapping 100 bp bins.
. An example of ancestry estimation using model-based clustering ADMIXTURE (K=4). Cluster names identified by PCA ( Fig. 2a ) are shown. Pie charts show average proportions of ancestral populations in each cluster. Supplementary Fig. 4 . Isolation-by-distance (IBD) estimated from pairwise Fst / (1-Fst) values for combinations of 11 sampling sites, showing that the log of genetic distance is positively correlated with geographic distance. Supplementary Fig. 5 . Inferred tree of A. digitifera populations in the sRA without admixture events, showing that the tree topology is clearly related to island biogeography. (A) Maximum likelihood tree generated by TreeMix. (B) Pairwise residual fit generated by TreeMix. Residuals above zero represent populations that are more closely related to each other in the data than in the best-fit tree, and thus are candidates for admixture events. Colors are described in the palette on the right. Supplementary Fig. 6 . Increase in log-likelihood as a function of the number of migration events (0 to 15) in TreeMix, showing that a value of 13 migration events (used in Figure 3 ) is reasonable. Asterisks indicate the migrations that stepwise comparisons of log likelihood between migration events (13 and 14, and 14 and 15) became insignificant (likelihood-ratio test, p > 0.05). Supplementary Fig. 7 . Heterozygosity rate at each sampling site, showing that the KIs, with high heterozygosity, constitute a sink population. The X-axis represents sampling sites and the Y-axis represents heterozygosity rate per individual. The median, the lower and upper quartiles, and outliers are shown. Colors are allocated to sub-populations identified in the PCA analysis (Okinawa: green, Kerama: pink, Yaeyama-North: blue and Yaeyama-South: purple). Tukey-Kramer test was performed for checking differences in heterozygosity rates among all site combinations. Asterisks show significant differences between sites (p-value below 0.01).
Supplementary Table legends
Supplementary Bootstrap support more than 50% (see Supplementary Table 5 ) are shown. Yaka  --------21  -23  18   Seso  Yone  ---------30  41  48   Ooha  Hedo  ------27  ---26  23   Yone  Manza  --------26  -29  -Ueha  Manz  ---------22  29  47   Yone  Zama  ----------30  32   Ueha  Ooha  ----------26  20 "-" represents bootstrap support is lower than 20 or no migration edge detected.
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